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VERSION WITH MARKINGS TO SHOW CHANGES MADE 

in the title: 

Please amend the title to read: 

ARRAYS COMPRISING BACKGROUND FEATURES THAT PROVIDE FOR A 
MEASURE OF NON-SPECIFIC BINDING AND METHODS FOR USING THE 
SAME 

lit the claims: 

50. (Amended) A hybridization assay comprising: 

(a) contacting a sample of target nucleic acids under hybridization conditions that 
requite wher e a target nucleic acid of 1 4 nucleotides in length te-faa v e at l east mus t have no 
les s than 70% sequence identity with a probe in order to hybridize to said probe with a. 
collection of substrate bound probe nucleic acid features that includes at least one 
background nucleic acid feature that EMiitH«%4HHds-te4t^ee«i^^ 

hyWkiiitatiaB-60nd4ti&as is an e mpirically observed inactive probe tha t docs not hybridize t o 
its fully complementary ta rg et as dete r mined in an assay wherein said nrohe is prov ide d in an 
array that is co ntacted with said fluorescent l y labeled fully complement a ry target tinder sa id 
hybridizati o n conditions ; and 

(b) detecting the presence of target nucleic acids hybridized to said collection of 
probe nucleic acid features. 

58. (Amended) A hybridization assay comprising: 

<a) contacting a sample of target nucleic acids under hybridization conditions that 
fecpjtfe wherg_a target nucleic acid of 14 nucleotides in length t o have at-teast must have no, 
leas th an 70% sequence identity with a probe in order to hybridize to said probe with a 
collection of substrate bound probe nucleic acid features that includes at least one 
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background nucleic acid feature, wherein said at least one background feature is made up of a 
probe nucleic acid selected from the group consisting of SEQ ID NOS: 05 to 32 er-a-probe 
y*a^itti-h*r4y^ mnmallybinds 4a an R6G la beled y eas t cRNA - t af gct po ol- according to th e 
tesfc-assary-daseritol-H t ltxam r>te-^Qt; and 

(b) detecting the presence of target nucleic acids hybridized to said collection of 
probe nucleic acid features. 

59. (Amended) A hybridization assay comprising: 

(a) contacting a sample of target nucleic acids under hybridfeation conditions that 
require wh ere a target nucleic acid of 14 nucleotides In length to hnv e- at l e ast must have no 
le ss tha n 70% sequence identity' with a probe in order to hybridize to said probe with a 
collection of substrate bound probe nucleic acid features that includes at least one 
background nucleic acid feature, wherein said at least one background feature is made up of a 
probe nucleic acid that is chos e n from: (i ) a probe nucleic acid that forms a stable 
in tramol ecular st ructure; (ii) a probe nucleic acid that comprises reverse p ol arity nuc leotide 
analog s; and Cm) a probe nuc le ic acid that comprises abasic phosphndiestcrs mkH«ially-bi«tl& 
te-an-R6G-kbeled yeast cMA targ et- pool acc ordi ng to the -tes^assa y descri be d in Ex amp fe 
3..-R7; and 

(b) delecting the presence of target nucleic acids hybridized to said collection of 
probe nucleic actd features;. 

60. (Amended) A hybridization assay comprising; 

(a) contacting a sample of deteclably labeled target nucleic acids under 
hybridization conditions that r equire w here a target nucleic acid of 14 nucleotides in length te 
have at4eft5t must have no less than 70% sequence identity with a probe in order to 
hybridize to said probe with an array of probe nucleic acid features that includes at least one 
background nucleic acid feature that fRtflima-l ty binds t o its co mplement ary targ e t und e r - said 
ft^bftdm^feio^H-eonditkms is an empirically ob s erved inactive probe that docs not hybridi ze to 
it s fully complementary target as determined in an a s say wherein said probe is provi d ed in an 
array that i s contacted with s aid fluor c sccntly labeled fully comp le mentary tar get under said 
hyb ridiz ation cond itions : 

(b) separating non-hybridized target nucleic acids from said array; and 

(c) detecting the presence of target nucleic acids hybridised to said array probe 
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nucleic acid features. 

62. (Amended) A hybridization assay comprising: 

(a) contacting a sample of deteetably labeled target nucleic acids conditions that 
rebuke where a target nucleic acid ofl4 nucleotides in length to hav e at - leant must have no 
l ess than 70% sequence identity with a probe in order to hybridize to said probe with an 
array of probe nucleic acid features that includes at least one background nucleic acid feature, 
wherein said at least one background feature is made up of a probe nucleic acid selected from 
the group consisting of SEQ ID NOSr 05 to 32 ot-a- prob e that si milady minim all y bind ; ; t e-aa 
R6Q4ftbefed-ye ast oRN A-t arg s t p ooi-aee ording to th e t est-as say d esc rib e d in. Ex ampl e 3 v&.-; 

(b) separating non-hybridized target nucleic acids from said array; and 

(e) detecting the presence of target nucleic acids hybridiaid to said array probe 
nucleic acid features. 

63. (Amended) A hybridization assay comprising: 

(a) contacting a sample of deteetably labeled target nucleic acids conditions that 
retjuire sdssyfi-* 1 target nucleic acid of 14 nucleotides in length te hav e-at4east must have no 
less t han 7 0% sequence identity with a probe in order to hybridize to said probe with an 
array of probe nucleic acid features that includes at least one background nucleic acid feature, 
wherein said at least one background feature is made up of a probe nucleic acid that is ch osen 
fro m: ffl a p robe nucleic acid that for m s a stable intramolecular structure; fi j ) a probe n ucleic 
ncidthat comp rises reverse polarity nucleotide analogs; and (ni) a probe nucleicacid that 
co mprises abasic phosphodiestcrs ff^nim olly bind s-t o an R.6G - lab e ledyoast c RNA-target 
poej-aceetsKftg- to the t est- assay de s cribed in - Exampl e 3 ?Bt. 

(b) separating non-hybridized target nucleic acids from said array; and 

(c) detecting the presence of target nucleic acids hybridized to said array probe 
nucleic acid features. 

64. (Amended) A hybridization assay comprising: 

(a) contacting a sample of target nucleic acids under hybridization conditions that 
require where a target nucleic acid of 14 nucleotides in length to-have-a t loas 4 mus.t _.h ave no 
les s than 70% sequence identity with a probe in order to hybridize to said probe with an array 
of probe nucteic acid features that includes at least one background nucleic acid feature that 
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miiwraHy^inds-te-itece mplem hybridirati ort-ee flditions js_an 
empi ri cally observed i nac tive probe th at docs not hybridize to its full y complementa r y target 
as determin e d in an assay wherei n, said probe i s provided in an array that is contacted with 
s aid fUiorescently labeled fully c omplementary target under said, hybridiz atio n conditions : 

(b) separating non-hybridized target nucleic acids from said array; 

(c) dctectably labeling target nucleic acids hybridized to said array of probe 
nucleic acid features; and 

(d) detecting the presence of target nucleic acids hybridized to said array of probe 
nucleic acid features, 

66. (Amended) A hybridisation assay comprising: 

(a) contacting a sample of target nucleic acids under hybridization conditions that 
require wh ere a target nucleic acid of 14 nucleotides in length t o hav e a fc-least must have no 
Icss j han 70% sequence identity with a probe in order to hybridize to said probe with an 
array of probe nucleic acid features that includes at least one background nucleic acid feature, 
wherein said ai least one background feature is made up of a probe nucleic acid selected from 
the group consisting of SHQ ID NOS: 05 to 32 ew^a-pr-ofee that s i milarly mira raatiy^mids-lo -a-a 
R6G4abe4ed-yeas t cRiNA -taf ect poo lnaaefrf ding to the te st-essay-des orib e d in E xa mpl e 3.B. -; 

(b) separating non-hybridized target nucleic acids from said array; 

(c) dctectably labeling target nucleic acids hybridized to said array of probe 
nucleic acid features; and 

(d) detecting the presence of target nucleic acids hybridized to said array of probe 
nucleic acid features. 

67. (Amended) A hybridization assay comprising: 

(a) contacting a sample of target nucleic acids under hybridization conditions that 
i'e<|iHfe where a target nucleic acid of 14 nucleotides in length te-ha vo at l e a st must have no 
less tha n 70% sequence identity with a probe in order to hybridize to said probe with an array 
of probe nucleic acid features that includes at least one background nucleic acid feature, 
wherein said at least one background feature iss made up of a probe nucleic acid that is chose n 
fr om: (i) a probe nucleic acid th at forms a stable intramolecular structure: fii) a probe nucle ic 
acid tha t compr i ses rever s e polarity nuc le otide analogs; and (iii) , a probe n uc leic acid that 
com prises a b asic phos p hodieste rs rai nim ally binds to -an- R6G la bel ed y eas t- cRNA tar -get 
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pool-aeeef cling-to- fee- test assa y-des cribed i n Exam pla-jTBT; 

(b) separating non-hybridized target nucleic acids from said array; 

(c) detectably labeling target nucleic acids hybridized to said array of probe 
nucleic acid features; and 

(d) detecting the presence of target nucleic acids hybridized to said array of probe 
nucleic acid features. 

68. (Amended) A kit for use in a hybridization assay, said kit comprising: 

a collection of substrate bound probe nucleic acid features that includes at least one 
background nucleic acid feature that is ma d e up of a probe nucleic acid selected from th e 
proup c onsisting of 5 HQ ID NOS: 0 5 to 32 minimally binds to it s - compl eme ntary t arget 
uiK4er--hybfi4izatitffi-co flditiona th at- rcquire a ta r- flot nuclei e- acid of 14 - nucl e otid es- in length -te 
have-at4&ast-70%-se^ueme-i^efrtity-witlv a probe in o r der to hyb ri dize - to -said probe . 

Cancel Claims 69 and 70. 

71. (Amended) A hybridization assay comprising: 

(a) contacting a sample of target nucleic acids under hybridization conditions that 
retpfee where a target nucleic acid of 14 nucleotides in length to hov e a t-ieast p iust have n o 
less t han 70% sequence identity with a probe in order to hybridize to said probe with a 
collection of substrate bound probe nucleic acid features that includes at least one 
background nucleic acid feature made up of background probes that do not selectively bind to 
any of said target nucleic acids; and 

(b) detecting the presence of target nucleic acids hybridized to said collection of 
probe nucleic acid features. 

Please add the following new claims: 

—79, (New) The method according to Claim 59, wherein said stable intramolecular 
structure is a hairpin. 

SO, (New) The method according to Claim 59, wherein said stable intramolecular 
structure is a pseudo-half knot, 
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81 . (New) The method according to Claim 63, wherein said stable intramolecular 
structure is a hairpin. 

82. (New) The method according to Claim 63, wherein said stable intramolecular 
structure is a pseudo-half knot. 

83. (New) The method according to Claim 67, wherein said stable intramolecular 
structure is a hairpin. 

84. (New) The method according to Claim 67, wherein said stable intramolecular 
structure is a pseudo-half knot.-- 
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